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GTGGAGGCCGCCGAC GATGG CGGGGCCGACGGAGGCCGAGACGGGGTTGGCCGAGCCCCGGG 
CCCTGTGCGCGCAGCGGGGCCACCGCACCTACGCGCGCCGCTGGGTGTTCCTGCTCGCGATC 
AGCCTGCTCAACTGCTCCAACGCCACGCTGTGGCTCAGCTTTGCACCTGTGGCTGACGTCAT 
TGCTGAGGACTTGGTCCTGTCCATGGAGCAGATCAACTGGCTGTCACTGGTCTACCTCGTGG 
TATCCACCCCATTTGGCGTGGCGGCCATCTGGATCCTGGACTCCGTCGGGCTCCGTGCGGCG 
ACCATCCTGGGTGCGTGGCTGAACTTTGCCGGGAGTGTGCTACGCATGGTGCCCTGCATGGT 
TGTTGGGACCCAAAACCCATTTGCCTTCCTCATGGGTGGCCAGAGCCTCTGTGCCCTTGCCC 
AGAGCCTGGTCATCTTCTCTCCAGCCAAGCTGGCTGCCTTGTGGTTCCCAGAGCACCAGCGA 
GCCACGGCCAACATGCTCGCCACCATGTCGAACCCTCTGGGCGTCCTTGTGGCCAATGTGCT 
GTCCCCTGTGCTGGTCAAGAAGGGTGAGGACATTCCGTTAATGCTCGGTGTCTATACCATCC 
CTGCTGGCGTCGTCTGCCTGCTGTCCACCATCTGCCTGTGGGAGAGTGTGCCCCCCACCCCG 
CCCTCTGCCGGGGCTGCCAGCTCCACCTCAGAGAAGTTCCTGGATGGGCTCAAGCTGCAGCT 
CATGTGGAACAAGGCCTATGTCATCCTGGCTGTGTGCTTGGGGGGAATGATCGGGATCTCTG 
CCAGCTTCTCAGCCCTCCTGGAGCAGATCCTCTGTGCAAGCGGCCACTCCAGTGGGTTTTCC 
GGCCTCTGTGGCGCTCTCTTCATCACGTTTGGGATCCTGGGGGCACTGGCTCTCGGCCCCTA 
TGTGGACCGGACCAAGCACTTCACTGAGGCCACCAAGATTGGCCTGTGCCTGTTCTCTCTGG 
CCTGCGTGCCCTTTGCCCTGGTGTCCCAGCTGCAGGGACAGACCCTTGCCCTGGCTGCCACC 
TGCTCGCTGCTCGGGCTGTTTGGCTTCTCGGTGGGCCCCGTGGCCATGGAGTTGGCGGTCGA 
GTGTTCCTTCCCCGTGGGGGAGGGGGCTGCCACAGGCATGATCTTTGTGCTGGGGCAGGCCG 
AGGGAATACTCATCATGCTGGCAATGACGGCACTGACTGTGCGACGCTCGGAGCCGTCCTTG 
TCCACCTGCCAGCAGGGGGAGGATCCACTTGACTGGACAGTGTCTCTGCTGCTGATGGCCGG 
CCTGTGCACCTTCTTCAGCTGCATCCTGGCGGTCTTCTTCCACACCCCATACCGGCGCCTGC 
AGGCCGAGTCTGGGGAGCCCCCCTCCACCCGTAACGCCGTGGGCGGCGCAGACTCAGGGCCG 
GGTGTGGACCGAGGGGGAGCAGGAAGGGCTGGGGTCCTGGGGCCCAGCACGGCGACTCCGGA 
GTGCACGGCGAGGGGGGCCTCGCTAGAGGACCCCAGAGGGCCCGGGAGCCCCCACCCAGCCT 
GCCACCGAGCGACTCCCCGTGCGCAAGGCCCAGCAGCCACCGACGCGCCCTCCCGCCCCGGC 
AGACTCGCAGGCAGGGTCCAAGCGTCCAGGTTTATTGACCCGGCTGGGTCTCACTCCTCCTT 
CTCCTCCCCGTGGGTGATCAC GTAG CTGAGCGCCTTGTAGTCCAGGTTGCCCGCCACATCGA 
TGGAGGCGAACTGGAACATCTGGTCCACCTGCGGGCGGGGGCGAAAGGGCTCCTTGCGGGCT 
CCGGGAGCGAATTACAAGCGCGCACCTGAAAA 
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></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA50988 
xsubunit 1 of 1, 560 aa, 1 stop 
xMW: 58427, pi: 6.86, NX(S/T): 2 

MAGPTEAETGLAEPI^LCAQRGHRTyARRWFLLAISriLNCSNATLWLSFAPVADVIAEDLV 
LSMEQINWLSLWLWSTPFGVAAIWILDSVGLRAATILGAWmFAGSVLRMVPCMWGTQN 
PFAFLMGGQSLCALAQSLVIFSPAKLAALWFPEHQRATANMLATMSNPLGVLVANVLSPVLV 
KKGEDI PLMLGVYTI PAGWCLLSTI CLWESVPPTPPSAGAASSTSEKFLDGLKLQLMWNKA 
YVILAVCLGGMIGISASFSALLEQILCASGHSSGFSGLCGALFITFGILGALALGPYVDRTK 
HFTEATKIGLCLFSLACVPFALVSQLQGQTLALAATCSLLGLFGFSVGPVAMELAVECSFPV 
GEGAATGMIFVLGQAEGILIMLAMTALTVRRSEPSLSTCQQGEDPLDWTVSLLLMAGLCTFP 
SCILAVFFHTPYRRLQAESGEPPSTRNAVGGADSGPGVDRGGAGRAGVLGPSTATPECTARG 
ASLEDPRGPGSPHPACHRATPRAQGPAATDAPSRPGRIAGRVQASRFIDPAGSHSSFSSPWVIT 

Important features: 
Signal peptide: 

amino acids 1-44 

Transmembrane domains; 

amino acids 61-79, 98-112, 126-146, 169-182, 201-215, 248-268, 
280-300, 318-337, 341-357, 375-387, 420-441 

N-glycosylation site. 

amino acids 40-43 and 43-46 

Glycosaminoglycan attachment site. 

amino acids 468-471 
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GTCCa^CaTCCTGCTC^^CTGGGTGAGGTCCCTCTTAGACCaGCTCTTGTCCaTCATTTGCTGaAGTG^ 

TAGTTCCCCAGTAGGGGGTCTCCCCTGGCAATTCTTGATCGGCGTTTGGACATCTCaGATCGCTTCCAATGAAGA 

TGGCCTTGCCTTGGGGTCCTGCTTGTTTCATAATCATCTJ^CTATGGGACAAGGTTGTGCCGGCAGCTCTGGGGG 

AAGGAGCACGGGGCTGATCAAGCCATCC^IGGAAACACTGGAGGACTTGTCCAGCCTTGA2^GAACTCT 

TCTGAATCTAGCCCACTTGGCGGTAAGCATGATGCAACTTCTQCAACTTCTGCTGGGGCTTTTGGGGCCAGGTGG 

CTACTTATTTCTTTTAGGGGATTGTCmGGAGGTGACaiCTCTCACGGTGAAATACCAAGTGTCAGAGGAAGTGCC 

ATCTGGTACAGTGATCGGGAAGCTGTCCCAGGAACTGGGCCGGGAGGAGAGGCGGAGGCAAGCTGGGGCCGCCTT 

ccaggtgttgcagctgcctcaggcgcrccccarra^ggtggactctgaggaaggcttgctcagca^ca 

gctggatcgagagcagctgtgccgacagtgggatccctgcctggtttcctttgatgtgcttgccac:aggggattt 

ggctctgatccatgtggagatccaagtgctggacatcaatgacavccagccacggtttcccaaaggcgagcmg^ 

gctggaaatctctgagagcgcctotctgcgaacccggatccccctggacagagctcttgacccaigacacaggccc 

taacaccctgcacacctacactctgtctcccagtgagcy^ctttgccttggatgtcattgtgggccctgatgagac 

caaacatgcagaactcatagtggtgaaggagctggacagggftaatccattcattttttgatctggtgtta^ 

ctatgacsatgggaacccccccaagtcaggtaccagcttggtcaaggtcaacgtcttggactccsiatga^^ 

ccctgcgtttgctgagagttcactggcactggaaatccaagaagatgctgcacctggtacgcttctavtaa^ 

gaccgccacagacccrgaccsu^ggccccaatggggaggtggagttcttcctcagtaagca.catgcctcc^ 

gctggacaccttcagtattgatgccaagacaggccaggtcattctgcgtcgacctctagactatgaa?iagaaccc 

tgcctacgaggtggatgttcaggca^gggacctgggtccau^tcctatcccagcccattgcaaagttctc^ 

ggttctggatgtc?^tgaauila^tcccaagcatccacgtcacatgggcctcccagccatca^^ 

tcttcccaaggacagttttattgctcttgtcatggcagatgacrtggattcaggaavcaatggtttggtcc^ 

ctggctgagccaagagctgggccacttcaggctgaaaagaactaatggcaaaicatacatgttgctaacc^ 

cacactggacagagagcagtggcccs^tataccctcactctgttagcca^gaccaaggactccagc 

agcc7^gaaacagctc3vgc:attcagatcagtgaca.tcaacgac7^tgcacctgtc 

agtctccacgcgggaaaacaacttaccctctcttcacctcattaccatcaaggctcatgatgcagacttgggcat 

taatggafiaagtctcataccgcatccaggactccccagttgotcacttagtagctattgactcc^ 

ggtcactgctcagaggtcactgaactatgaagagatggccggctttgagttccaggtgatcgcagaggacagcgg 

gcaacccatgcttgcyitccagtgtctctgtgtgggtcagcctcttggatgccaatgataatgcccca^ 

ccagcctgtgctcagcgatggaaargccagcctctccgtgcttgtgaatgcctccacaggccacctgctggtgcc 

catcgagactcccaatggcttgggcccagcgggcactgacsvcacctccaictggccactcac^ 

ccttttgacaac{:sittgtggc?«.gagatgcaigacrcgggggcaaatggagagcccctctac^ 

AAATGAAGCCCACCTCTTCATCCT(:aACCCTCia.TACGGGGCa.6CTGTTC6T(:mATGTCAC(:^ 

CATTGGGAGTGAGTGGGAGCTGGAGATAGTAGTAGAGGACCAGGGAAGCCCCCCCTTACAGACCCGAGCCCTGTT 

GAGGGTCATGTTTGTCACCAGTGTGQACCACCTGAGGGACTCAGCCCGCAAGCCTGGGGCCTTGAGCATGTCGAT 

GCTGACGGTGATCTGCCTGGCTGTACTGTTGGGCATCTTCGGGTTGATCCTGGCTTTGTTCATGTCCATCTGCCG 

GACAGAAAAGAAGGACAACaGGGCCTACAACTGTCGGGAGGCCGAGTCCACCTACCGCCAGCAGCCCaA^ 

CCAGAAACACaTTCAGAAGGCAGACATCCACCTCGTGCCTGTGCTCAGGGGTCAGGCAGGTGAGCCTTGTG 

CGGGCAGTCCOVOiAAGATGTGGACaAGGAGGCGATGATGGAAGCAGGCTGGGACCCCTGCCTGCAGGCCCCCTT 

CCACCTCACCCCGACCCTGTACy^GGACGCTGCGTAATCAAGG<mACCyVGGGAGCACCGGCGGAGAGCCGAGAGGT 

GCTGCAAGAO^CGGTCAACCTCCTTTTCAACCATCCCAGGCaGAGGAATGCCTCCCGGGAGftACCTGAACCTTCC 

CGAGCCCCAGCCTGCCACAGGCCAGCa^CGTTCCAGGCCTCTGAAGGTTGCAGGCAGCCCCaCAGGGAGGCTGGC 

TGGAGACCaGGGCAGTGAGGAAGCCCCACAGAGGCCACCAGCCTCCTCTGCaACCCTGAGACGGC:a.GCG^ 

CAATGGCAAAGTGTCCCCTGAGAAAGAATCAGGGCCCCGTCAGATCCTGCGGAGCCTGGTCCGGCTGTCTGTGGC 

TGCCTTCGCC6AGCGGAACCCCGTGGAGGAGCTCACTGTGGATTCTCCTCCTGTTCAGCAAATCTCCC1AGCTGCT 

GTCCTTGCTGCATCAGGGCCaATTCCAGCCCaAACCy^AACCACCGAGGAAATAAGTACTTGGC 

CAGCAGGAGTGCAATCCCAGACSVCa.GATGGCCCAAGTG{:S^GGGCTGGAGGCCAGACAGAC^ 

AGGGCCTTTGGATCCTGAAGAGGACCTCTCTGTGAAGCAACTGCTAGAAGAAGA6CTGTCAAGTCTGCTGGACCC 

CAGCACAGGTCTGGCCCTGGACCGGCTGAGCGCCCCTGACCCGGCCTGGATGGCGAGACTCTCTTTGCCCCTCAC 

CACCAACTACCGTGACAATGTGATCTCCCCGGATGCTGCAGCCACGGAGGAGCCGAGGACCTTCCAGACGTTCGG 

CS^GGCAGAGGCSlCCAGAGCTGAGCCCAACAGGCACGAGGCTGGCCAGa^CCTTTGTCTCGGAGATGAGCTCACT 

GCTGGAGATGCTGCTGGAACAGCGCTCCAGCATGCCCGTGGAGGCCGCCTCCGAGGCGCTGCGGCGGCTCTCGGT 

CTGCGGGAGGACCCTCAGTTTAGACTTGGCOiCCAGTGCAGCCTCAGGCATGAAAGTGCAAGGGGACCa^ 

AAAGACGGGGACTGAGGGCaAGAGCAGAGGCa.GCAGCa.GCAGCAGCAGGTGCCTGTGAACATACCTC^ 

CTGGATCCSU^GAACCAGGGGCCTGAGGATCTGTGGACaAGAGCTGGTTTCTAAAATCTTGTAACTCACTAGCTAG 

CGGCGGCCTGAGAACTTTAGGGTGACTQATGCTACCCCCACaGAGGAGGCAAGAGCCCCaVGGACTAAaVGCTC^ 

TGACCAAAGCAGCCCOTTGTAAGCAGCTCTGAGTCTTTTGGAGGACAGGGACGGTTTGTGGCTGAGATAAGTGTT 

TCCTGGCaAAACATATGTGGAGCACy^AAGGGTaiGTCCTCTGGCAGAACAGATGCCACGGAGTATCAC^ 

AAAGGGTGGCCTTCTTGGGTAGCAGGAGTCAGGGGGCTGTACCCTGGGGGTGCCAGGAAATGCTCTCTGACCTAT 

CAATAAAGGAAAAGCAGTAAAAAAAAAAAAAAAAAAAA 



